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WHAT IS CLAIMED IS: 

1 . An isolated regulatory element that is capable of driving transcription in^ 
seed-preferred manner, wherein said regulatory element comprises 
nucleotide sequence selected from the group consisting of: 

a) sequences natively associated with DNA coding Jot naize Jip1 , 
maize mi1ps3, or maize Led; 

b) the nucleotide sequences set forth in SEQ ID NOS: 1 , 4, 7, or 10; 

c) a sequence that hybridizes to anypfie of SEQ ID NOS: 1 , 4, 7, or 10 
under highly stringent condition^; 

a sequence having at leases 0 /© sequence identity to SEQ ID NO: 1, 
4 ; 7, or 10, wherein the % sequence identity is based on the entire 
sequence and isjJetermined by GAP version 10 analysis using 
default pararntfters. 

An isolated regulatory element that is capable of driving transcription in a 
seed-preferred manner, wherein said regulatory element comprises a 
nuctedtide sequence natively associated with DNA coding for any one of 
ize Jip1, maize mi1ps3, or maize Led 

The isolated regulatory element of claim 2, wherein said regulateiVelement 
comprises a nucleotide sequence natively as§potate3with DNA coding for 
maize Jipl 



25 4. The isolated regulatory el^fent of claim 2, wherein said regulatory element 
comprise^^nucleotide sequence natively associated with DNA coding for 
maize mi1ps3. 
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The isolated regulatory element of claim 2 whereinsail 
comprises ajjj. 
maize4r€c1 . 



atory element 




e sequence natively associated with DNA coding for 
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8. 



An isolated regulatory element that is capable of driving transcription in a 
eed-preferred manner, wherein said regulatory element comprises a 
nucleotide sequence set fortliin any one of SEQ ID NOS: 1 , 4, 7, or 10. 



The isolated regulatory element o\£\pxx\ 6, wherein said regulatory element 
comprises a nucleotide sequenc6^etlbrth in SEQ ID NO: 1. 

The isolated regulatory element of claim 6, wherein sakfregulatory element 
comprises a nucleotide sequence set forth inJ&fEQ ID NO: 4. 




The isolated regulatory elf 
comprises a nucleotide : 



claim 6, wherein said regulatory element 
tet forth in SEQ ID NO: 7. 



10. The isolated regulatory element of claim 6, wherein said regulatory element 
is comprised nucleotide sequence set forth in SEQ ID NO: 10. 



11. An isolated regulatory element th^tis capable of driving transcription in a 
fi J seed-preferred manner, wh^r^in said regulatory element comprises a 

sequence that hybridizes to any one of SEQ ID NOS: 1 , 4, 7, or 10 under 




highly stringent^nditions. 
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12. The isolated regulatory ^ 
element comprises a i 
highly stringent condiirtyls. 



: of claim 1 1 wherein said regulatory 
i that hybridizes to SEQ ID NO: 1 under 



1 3 The isolated regulatory element of claim 1 1 whereip^saidlBguiatory 



element comprises a sequence ; 
highly stringent conditions. 



hybridizes to SEQ ID NO: 4 under 



o 14. The isolated regulatory element of claim 1 1 wherein said regulatory 
element eomprises a sequence that hybridizes to SEQ ID NO: 7 under 
highly sfringent conditions. 
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The isolated regulatory element of claim 1 1 wherein said regulatory 
element comprises a sequence that hybridizes to SEQ^&'NO: 10 under 
highly stringent conditions. 

1 6. An isolated regulatory elemepft thatis capable of driving transcription in a 
seed-preferred manner, wlweirysakKegulatory element comprises a 
sequence having at te^st 65%sequence identity to SEQ ID NOS: 1, 4, 7, 
or 10, wherein sequence identity is based on the entire sequence 
and is deteptfnned by GAP version 10 analysis using default parameters. 

17. The isolated regulatory element of claim 16 wherein saidjegulatory^" 
element comprises a sequencehaying^teaSTB5%^ sequence identity to 

| <U ^*SEQ ID NO: JjA/hefefrrffi identity is based on the entire 

^ J /^egiien^elind^ determined by GAP version 10 analysis using default 
/ parameters. 

18. The isolated regulatory element of claim 16 wherein said regulatory, 
element comprises a sequence having at least 65% sequence identity to 
SEQ ID NO: 4 wherein the % sequence identity is based oprfhe entire 
sequence and is determined by GAP version 10 analysis using default 
parameters. 



1 9. The isolated regulatory element of 
element comprises a sequence 
SEQ ID NO: 7 wherein the % s 
sequence and is determined, 
parameters. 



20. The isolated re 




=Um ^6, wherein said regulatory 
vip$j at least 65% sequence identity to 

identity is based on the entire 
tAP version 10 analysis using default 



element of claim 16 wherein said regulatory 



element comprises a sequence having at least 65% sequence identity to 
SEQ ID ^O: 10 wherein the % sequence identity is based on the entire 
sequence and is determined by GAP version 10 analysis using default 
Diameters. 
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21 . An expression cassette comprising a regulatory element and a fire 
nucleotide sequence operably linked to the regulatory elementfwherein the 
regulatory element is capable of initiating seed-preferred^ranscription of the 
first nucleotide sequence in a plant cell, wherein the/regulatory element 
comprises a second nucleotide sequence seleptdd from the group 
consisting of: 

a) the nucleotide sequences setj#fth in any one of SEQ ID NOS: 1 , 4, 
7, or 10; 

nucleotide sequence^aving at least 65% sequence identity to SEQ 
ID NOS: 1, 4, 7j& 10, wherein the % sequence identity is based on 
the entire s^uence and is determined by GAP version 10 analysis 
using default parameters; and 
c) a sequence that hybridizes to any one of SEQ ID NOS: 1, 4, 7, or 10, 
under highly stringent conditions. 

22. The expression cassette of claim 20, wherein the regulatory elemem 
comprises a second nucleotide natively associated with DNA ceding for 
maize Jip1 Gasmonate-induced protein), maize mi1ps3 (myoinositol- 1- 
phosphate synthase 3), or maize Led (leafy cotyledon 

23. The expression cassette of claim 22 wherein the/egulatory element is a 
nucleotide sequence natively associated with,maize mi1ps3, is capable of 
expressing the first nucleotide sequence ip'an embryo-preferred manner. 




25 24. The expression cassette of clalfo 2Ef, wherein the regulatory element 
comprises a second nucleotide spijtfgnce comprising a nucleotide 
sequence set forth in SEQ ID'NOS: 1, 4, 7, or 10. 



25. The expression cassette of claim 20, wherein the regulatory element 
30 comprises a second^nucleotide sequence comprising a nucleotide 

sequence having/at least 65% sequence identity to SEQ ID NO: 1, 4, 7, or 
10, wherein the % sequence identity is based on the entire sequence and is 
determinedly GAP version 10 analysis using default parameters. 
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The expression cassette of claim 20, wherein the regulatory element/is 
capable of initiating seed-preferred transcription of the first nucleotide 
sequence in a plant cell, wherein the regulatory element comprises a 
second nucleotide sequence that hybridizes to any one of SEQ ID bfOS: 1, 
4, 7, or 10 under highly stringent conditions. / 

A transformation vector comprising an expression cassette, the expression 
cassette comprising a regulatory element and a first nucleotide sequence 
operably linked to the regulatory element, wherein the regulatory element is 
capable of initiating seed-preferred transcription of the first nucleotide 
sequence in a plant cell, wherein the regulatory element comprises a 
second nucleotide sequence selected from the grou/p consisting of: 

a) the nucleotide sequences set forth in SEQ/ID NOS: 1 , 4, 7, or 10; 

b) nucleotide sequences having at least 65% sequence identity to SEQ 
ID NO 1 , 4, 7, or 10, wherein the % sequence identity is based on 
the entire sequence and is dete/mijped by GAP version 10 analysis 
using default parameters; and/ 

c) a nucleotide sequence that hybfiJfees' to any one of SEQ ID NOS: 1 , 
4, 7, or 10, under highly stringent conditions. 

A plant stably transformed with an expression cassette comprising a 
regulatory element and a first/nucleotide sequence operably linked to the 
regulatory element, wherein4he regulatory element is capable of initiating 

seed-preferred transcription of the first nucleotide sequence in a plant cell, 

/ 

wherein the regulatory element comprises a second nucleotide sequence 
selected from the group consisting of: 

a) the nucleotide sequences set forth in SEQ ID NOS: 1 , 4, 7, or 10; 

b) nucleotideysequences having at least 65% sequence identity to SEQ 
ID NOSvl, 4, 7, or 10, wherein the % sequence identity is based on 
the entire sequence and is determined by GAP version 10 analysis 
using/default parameters; and 

c) a nucleotide sequence that hybridizes to any one of SEQ ID NOS: 1, 
4/7, or 10, under highly stringent conditions. 
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29. The plant of claim 28, wherein said plant is a monocoty 

30. The plant of claim 29, wherein said monocot is mai^e, wheat, rice, barley, 
5 sorghum, or rye. 

3 1 . Seed of the plant of claim 28. 

32. A method for selectively expressing a nucleotide sequence in a plant seed, 
10 the method comprising transforming a plant cell with a transformation 

vector comprising an expression cassette, the expression cassette 
comprising a regulatory element and d first nucleotide sequence operably 
linked to the regulatory element, wherein the regulatory element is capable 
of initiating seed-preferred transcription of the first nucleotide sequence in a 
15 plant cell, wherein the regulatory ^element comprises a second nucleotide 

sequence selected from the groijp consisting of: 

a) the nucleotide sequefices set forth in SEQ ID NOS: 1, 4, 7, or 10; 

b) nucleotide sequences'having at least 65% sequence identity to SEQ 
ID NOS: 1, 4, 7, ofr ju^vtfnerein the % sequence identity is based on 

20 the entire sequence and is determined by GAP version 10 analysis 

using default parameters; and 

c) a nucleotide sequence that hybridizes to any one of SEQ ID NOS: 1 , 
4, 7, or 10,^ur>der highly stringent conditions. 

25 33. The method of claim 31 wherein the regulatory element is capable of 
initiating transient expression of the first nucleotide sequence in callus 
tissue. 




34. The method of claim 32 further comprising regenerating a stably 
30 transformed plant from said transformed plant cell; wherein expression of 

said nucleotide sequences alters the phenotype of said plant seed. 



35. The method of claim 32, wherein said first nucleotide sequence encodes a 
gen,e involved in fatty acid synthesis. 
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36. The method of claim 32, wherein said first nucleotide sequence encodes a 
gene having enhanced amino acid content. 
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37. A plant cell stably transformed with an expression cassette/Comprising a 
regulatory element and a first nucleotide sequence operably linked to the 
regulatory element, wherein the regulatory elemenUs capable of initiating 
seed-preferred transcription of the first nucleotide sequence in a plant cell, 
wherein the regulatory element comprises a/^econd nucleotide sequence 
selected from the group consisting of: 
a) 

b) nucleotide sequences^ha^ip^ at least 65% sequence identity to SEQ 
ID NOS: 1, 4, 7, or 1/0, wherein the % sequence identity is based on 
the entire sequenc^^ais determined by GAP version 10 analysis 

_ ts; and 

c) a nucleotide sequence that hybridizes to any one of SEQ ID NOS: 1 , 
4, 7, or 10,/jnder highly stringent conditions. 



the nucleotide sequences set fetfth in SEQ ID NOS: 1, 4, 7, or 10; 
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38. The plant c^tl of claim 37, wherein said plant cell is from a monocot. 

39. The ptant cell of claim 38, wherein said plant cell is from maize, wheat, rice, 
baney, sorghum, or rye. 
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